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Investigating the human Calcineurin Interaction Network using the πɸLxVP SLiM Sarah R. Sheftic 1 , Rebecca Page 2 and Wolfgang Peti 1,3* -275 ) and (G) SYDE2 protein (residues 232-289). Raw thermograms and the corresponding curve fits with a stoichiometry n=1 are shown. Thermodynamic parameters are listed in Table S1 . proteins that contain putative π-ɸ-L-x-V-P motifs (blue) and the 565 proteins that contain putative π-ɸ-L-x-VPL-PK motifs (red). Proteins from the π-ɸ-L-x-V-P and π-ɸ-L-x-VPL-PK databases also contain putative PxIxIT SLiMs contained in IDRs and experimentally confirmed pSer/pThr residues (UniProt). Distances (number of residues) between the nearest pSer/Thr residue from the predicted π-ɸ-L-x-VPL-PK SLiM of the interacting proteins. Phosphosites N-and C-terminal to the SLiM were considered. A minimum distance of 9 residues for C-terminal and 20 residues for N-terminal pSer/pThr sites were used as cutoffs based on the distance between the active site and the π-ɸ-L-x-VPL-PK SLiM binding site. For interacting proteins with multiple predicted π-ɸ-L-x-VPL-PK SLiMs, the pSer/pThr residues nearest to each motif were used for this analysis. 
